Banana ripening is a complex molecular process that produces visible changes in the texture, aroma, taste and nutritional content. Ripening is controlled by genetic code, metabolic pathway and associated microbiome. We reported the microbial community structure during banana ripening with alcohol treatment to discover endophytic and epiphytic microbes. We observed the pulp and peel from the first and seventh days of Cavendish (Musa acuminata cv. Cavendish) from mature green fruit and treated with 70% alcohol or distilled water sum up to eight samples and applied the 16S rRNA Illumina sequencing from V3eV4 gene region. After quality check 144,368 sequences were obtained in the dataset comprising a total read length of 1,237,805 base pairs. A sum of 199 genera were successfully isolated, with genera Alcaligenes was the most dominant genera at 56.65% and followed by more than 1% were genera Acinetobacter, Enhydrobacter, Pseudomonas, Stenotrophomas, Thermus, and Aerococcus using mothur pipelines. The highest diversity sample with 101 unique genera was belongs to
a b s t r a c t
Banana ripening is a complex molecular process that produces visible changes in the texture, aroma, taste and nutritional content. Ripening is controlled by genetic code, metabolic pathway and associated microbiome. We reported the microbial community structure during banana ripening with alcohol treatment to discover endophytic and epiphytic microbes. We observed the pulp and peel from the first and seventh days of Cavendish (Musa acuminata cv. Cavendish) from mature green fruit and treated with 70% alcohol or distilled water sum up to eight samples and applied the 16S rRNA Illumina sequencing from V3eV4 gene region. After quality check 144,368 sequences were obtained in the dataset comprising a total read length of 1,237,805 base pairs. A sum of 199 genera were successfully isolated, with genera Alcaligenes was the most dominant genera at 56.65% and followed by more than 1% were genera Acinetobacter, Enhydrobacter, Pseudomonas, Stenotrophomas, Thermus, and Aerococcus using mothur pipelines. The highest diversity sample with 101 unique genera was belongs to distilled water treated raw bananas peel (NN1K) and the lowest diversity at 38 was belongs to distilled water treated ripe bananas pulp (NN7D). The metagenome data are available at NCBI Sequence Read Archive (SRA) database and Biosample under accession number PRJNA590572. The data contribute to discover different bacterial communities during post-harvest treatment. © 2020 The Author(s). Published by Elsevier Inc. This is an open access article under the CC BY license (http://creativecommons. org/licenses/by/4.0/).
Data description
A metagenome-based approach was used to assess the taxonomic affiliation and function potential of microbial populations in raw and ripe banana's pulp and peel with sterilization using 70% alcohol to identify endophyte microbe and distilled water to identify whole microbe. Total raw reads from all samples before processed was 1,237,805 base pairs. Total number of amplicon sequences reads after Specification Table   Subject Biological Sciences Specific subject area
Fruit ripening microbiome Type of data 
Value of the Data
These metagenome data provide the first information of microbial structure in response to alcohol spraying during banana ripening. These metagenome data crucial to identify candidate microbe involved in fruit ripening in response to alcohol spraying. These metagenome data useful to design a better post-harvest technology using anti-microbial to prolong banana fruit ripening.
quality control, chimera and contaminant removal obtained from ripe banana was 136,479 reads and 7889 reads from raw banana were used in the metagenomic analyses, respectively. Taxonomic analysis yielded a total of 13 classifiable phyla with Proteobacteria was dominant in the entire sample. Fig. 1 and Table 1 provide the species diversity by rarefaction curves and the overview of the sequence reads. Fig. 2 shows flower diagram based on shared OTUs distribution for alcohol and control sample, while an UPGMA cluster tree which was based on Jaccard coefficient rich estimator, species relative abundance and distribution in phylum level is shown in Fig. 3 . Class level is shown in Fig. 4 , order level is shown in Fig. 5 , family level in Fig. 6 , genera level in Fig. 7 .
The data are useful for understanding the microbial diversity associated with fruit ripening, and how alcohol treatment may influence the dynamics of microbial communities. Therefore, the data will be useful to design a better postharvest technology using antimicrobial material to prolong banana fruit ripening.
Experimental design, materials, and methods

Materials
The mature green Cavendish (Musa acuminata AAA group) aged at ninth weeks were exposed to ethylene for 24 hours and delivered from PT. Sewu Segar Nusantara, Indonesia. Each banana finger then selected for absence of physical defects on the skin or the pulp and evenness of physiological age, colour and size [1, 2] .
Sterilization and DNA extraction
Bananas from the first and seventh day were sterilized by alcohol 70% or distilled water (as control). Sterilization was carried out by flowing distilled water or 70% alcohol 3 times throughout the body of banana [3] . Sample for DNA extraction was then prepared by separating peel and pulp of middle part sterilized banana in thick transverse section with width 2e3 cm. The sample was stored in À80 C freezer. DNA extraction was carried out using the CTAB method [4] from banana's peel and pulp with some modification.
Libraries preparation and amplicons generation
DNA isolates were then used as a template for the construction of 16s rRNA library and NGS Ilumina sequencing with metagenomic analysis approach by Macrogen Korea. (2020) 1052162.4. OTU clustering, species annotation, taxon relative abundance and phylogenetic reconstruction Data sequence were then processed using the mothur v.1.42.0 program [5] with Miseq SOP procedure from the Schloss lab [6] . Analysis was started by merging forward and reverse sequence to make contig with Needleman alignment using minimum Phred score 20 [7] . Then, the data was getting quality control by making sure that sequence length is in around 440e480, having no ambiguous base calls and maximum homopolymer 8. Cleaned data then getting de-replicated into unique sequence and aligned with SILVA 132 database [8] with 1,861,569 rRNA gene sequence SSU bacteria [9] . Aligned sequence was then getting cleaned by removing chimeric sequence with UCHIME program [10] and by removing contaminant (mitochondria and chloroplast). The remaining sequence then getting clustered with OTU similarity 97%. Taxonomic classification from OTU was done 100 times with cutoff value 80 [11] . OTU alignment was done with Wang methods [12] with kmer size 8 based on SILVA 132 database. Phylogenetic tree was visualized with iTOL (Interactive Tree of Life) tool [13] .
Diversity analyses and indices
Alpha diversity was calculated with mothur pipeline in order to analyze the complexity of species diversity (Table 1 ) and species relative abundance and distribution in phylum (Fig. 3) , class (Fig. 4) , family (Fig. 5), order (Fig. 6) , and genera (Fig. 7) level. Rarefaction curves (Fig. 1) were used to estimate coverage and to determine whether a data set is close to saturation [14] . Flower diagram was generated (Fig. 2) according to OTUs clustering. To evaluate the complexity differences between samples in terms of species complexity, beta diversity analysis was employed. An unweighted pair sample UPGMA clustering which made tree based on Jaccard coefficient rich estimator (Fig. 7) .
